TABLE S1. Effect of recombination on the estimation of the global ! when the simulated value was ! = 0.2. " is the population mutation rate and # is the population recombination rate. ! was estimated using the Nei and Gojobori method (NG86) in SNAP, and the ML phylogenetic framework under the GY94 codon model in HYPHY.
Error bars indicated approximate 95% confidence intervals.
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Intercodon and intracodon recombination
Only intercodon recombination Effect of recombination on the estimation of the global ω when the simulated value was ω = 1.0 θ is the population mutation rate and ρ is the population recombination rate. ω was estimated using the Nei and Gojobori method (NG86) in SNAP, and the ML phylogenetic framework under the GY94 codon model in HYPHY. Error bars indicated approximate 95% confidence intervals.
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TABLE S3. Effect of recombination on the estimation of the global ! when the simulated value was ! = 5.0. " is the population mutation rate and # is the population recombination rate. ! was estimated using the Nei and Gojobori method (NG86) in SNAP, and the ML phylogenetic framework under the GY94 codon model in HYPHY.
Intercodon and intracodon recombination
Only intercodon recombination Effect of recombination on the estimation of the global ω when the simulated value was ω = 5.0
θ is the population mutation rate and ρ is the population recombination rate. ω was estimated using the Nei and Gojobori method (NG86) in SNAP, and the ML phylogenetic framework under the GY94 codon model in HYPHY. Error bars indicated approximate 95% confidence intervals.
